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Centrifugal ﬁltrationNucleotide binding to nucleotide-depleted F1-ATPase from Escherichia coli (EcF1) during MgATP hydrolysis in
the presence of excess ɛ subunit has been studied using a combination of centrifugal ﬁltration and column-
centrifugation methods. The results show that nucleotide-binding properties of catalytic sites on EcF1 are
affected by the state of occupancy of noncatalytic sites. The ATP-concentration dependence of catalytic-site
occupancy during MgATP hydrolysis demonstrates that a bi-site mechanism is responsible for the positive
catalytic cooperativity observed during multi-site catalysis by EcF1. The results suggest that a bi-site
mechanism is a general feature of F1 catalysis.
© 2009 Elsevier B.V. All rights reserved.1. IntroductionFoF1-ATP synthases catalyze the synthesis of ATP coupled to the
transmembranemovement of H+ (or, in some organisms, Na+) during
oxidative and photo-phosphorylation. Structurally, the synthase can
be resolved into two multi-subunit components — Fo and F1. Fo is
responsible for the transmembrane transport of the coupling ion. In
most bacteria, it consists of one a subunit, two b subunits, and an
oligomeric ring of c subunits (ab2cn). F1 is the catalytic component
which when separated from Fo is only capable of net ATP hydrolysis.
For this reason, soluble F1 is referred to as an ATPase. F1 is composed of
ﬁve types of subunits with a stoichiometry of α3β3γδɛ. The α and β
subunits are arranged alternately in a hexamer around the γ subunit.
Nucleotide-binding sites are located at all six α/β interfaces [1], three
being catalytic and primarily on the β subunit, and three being
noncatalytic and primarily on the α subunit [2].
Energy coupling by the ATP synthase is best described by the
binding change mechanism proposed by Paul Boyer et al. [3–6].
According to this mechanism, during net ATP synthesis, ATP formationP synthase; MF1, EcF1, and TF1,
coli, and thermophilic Bacillus
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ll rights reserved.from bound ADP and Pi at one of the catalytic sites occurs without a
signiﬁcant change in free energy. Themajor energy-requiring steps are
the release of product from, and the tight binding of substrate to,
separate but interacting catalytic sites. Conformational changes
brought about by the rotation of the centrally positioned γ subunit
cause nucleotide binding changes at the catalytic sites. Subunit
rotation is driven by the proton motive force across the coupling
membrane. It was also suggested that, during enzyme turnover under
conditions where only one of the three catalytic sites is occupied,
product release is slow, but accelerates when substrate binds at an
additional catalytic site(s). The binding changemechanism has gained
strong support from demonstrations of subunit rotationwithin F1 and
Fo [7–16]. It is now widely accepted that during catalysis by bacterial
synthases, a complexof subunits consisting of the cn ring and the γ and
ɛ subunits (rotor) rotates relative to the rest of the structure (stator)
consisting of ab2α3β3δ. Rotation during ATP synthesis occurs in the
opposite direction from that which occurs during ATP hydrolysis.
Positive cooperativity in catalysis by F1, as proposed by the binding
change mechanism, was quantitated in experiments using F1-ATPase
from beef heart mitochondria [17–19]. In these experiments, when
ATP was allowed to bind to only one of the three catalytic sites on F1,
product ADP and Pi dissociated very slowly. Thismode of turnover was
named uni-site catalysis. However, as ATP concentration was
increased to allow binding at the second and third sites, the rate of
dissociation was accelerated by up to 105-fold. The accelerated modes
of catalysis were named bi-site and tri-site catalysis depending on the
extent of the presumed occupancy of the second and third catalytic
sites [18]. However the relative contribution of bi-site and tri-site
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Consequently, rapid turnover by F1-ATPase is often referred to as
multi-site catalysis, a term intended to be inclusive of both bi-site and
tri-site catalysis. The view that bi-site catalysis accounts for most or all
of the rate enhancement observed during multi-site catalysis has
received experimental support [20–23], and the ATP-concentration
dependence of rotation of both the γ-subunit in the α3β3γ-
subcomplex of TF1 [24–26] and the c-ring in TFoF1 [27] is consistent
with a bi-site mechanism. However, models where tri-site catalysis
accounts for most of the strong positive catalytic cooperativity
exhibited by the enzyme have been suggested based primarily on
apparent deviations from Michaelis–Menten kinetics and/or the
stoichiometry of catalytic-site occupancy estimated using the ﬂuor-
escence of a tryptophan inserted at the catalytic sites as a reporter
group [28–35]. It has even been argued that F1 cannot catalyze ATP
hydrolysis at any signiﬁcant rate when only two sites are occupied
[36,37]. Results obtained using direct observations of ATP-dependent
γ subunit rotation in F1 have not yet resolved this question as they
have been used to support both the bi-site model [24,25], and the
tri-site model [26,38,39].
Seeking to resolve this issue, we have recently evaluated catalytic-
site occupancy during ATP hydrolysis by mitochondrial F1 (MF1) using
a centrifugal ﬁltrationmethod to separate free and bound ligands [40].
The results obtained strongly support a bi-site model as being
responsible for the rapid rates of catalysis observed under multi-site
conditions. To determine whether bacterial enzymes exhibit the same
catalytic mechanism, we have used the centrifugal ﬁltration method
to correlate catalytic-site occupancy in Escherichia coli F1 (EcF1) to
steady-state rates of ATP hydrolysis. We ﬁnd that at ATP concentra-
tions equal to, or slightly exceeding, the Km value, 1.3 to 1.5 mol of
nucleotide per mol of EcF1 are bound at catalytic sites. This result
shows that bi-site catalysis is responsible for multi-site activity during
ATP hydrolysis by EcF1, and together with our previous results with
MF1 [40], makes it likely that a bi-site mechanism is a general feature
of F1 catalysis.
2. Materials and methods
2.1. Materials
ATP, potassium phosphoenolpyruvate, potassium pyrophosphate,
NADH, Tris, Sephadex G-50-80, Sephadex G-50-150, bovine-serum
albumin, lyophilized pyruvate kinase and lactate dehydrogenase were
from Sigma. Mops, glycerol, and Na2SO4 were from Fluka, Bio-Safe II
scintillation mixture was from Research Products International, and
H2SeO3 was from Aldrich. KHSeO3 was prepared by titrating H2SeO3
with KOH to pH 8.0. Microcon centrifugal-ﬁlter devices, YM-50,
having a molecular weight limit of 50×103, and Amicon Ultra-4
centrifugal-ﬁlter units with a molecular weight limit of 30×103 were
from Millipore. [2,5′,8-3H]ATP (37 Ci/mmol) and [γ-32P]ATP
(6000 Ci/mmol) were from Amersham Pharmacia.
2.2. Enzyme preparations
EcF1 was puriﬁed from strain JP17 [41] containing the wild-type
plasmid pJW1 [42] according to [43] with the modiﬁcations described
in [7]. Nucleotide-depleted EcF1 (ndEcF1) was prepared according to
published method [44] with modiﬁcations [45] using a column of
Sephadex G-50-150 (1.5×70 cm) at a ﬂow rate of 1 ml/h. Fractions
with A280/A260 ratio higher than 2.0 were pooled, concentrated using
Amicon Ultra-4 centrifugal-ﬁlter units and transferred to a medium
containing 10 mM Mops/Tris, pH 8.0, 0.1 mM EDTA and 50% glycerol
by repetitive dilution and concentration. The ndEcF1 preparations
were stored at a concentration of 60–70 μM at−20 °C. The nucleotide
content of ndEcF1 preparations was less than 0.25 mol/mol of enzyme
as determined by measurement of the extracted nucleotides.Recombinant ɛ subunit was prepared as described in [46]. Plasmid
pH6ɛ+, kindly provided by Dr. Robert K. Nakamoto, was used to
express ɛ in the BL21(DE3)pLysS cells (Novagen) after the uncC gene
had been recloned.
2.3. Nucleotide-binding assays
Total [3H]ANP binding to ndEcF1 during hydrolysis of [3H]ATP was
measured at 22 °C by a centrifugal ﬁltration method [40] using
Microcon YM-50 centrifugal-ﬁlter devices. Reactionmixtures in a ﬁnal
volume of 230 μl contained 1 or 2 μM ndEcF1, 20 mM Mops/Tris, pH
8.0, 0.2 mM EDTA, 2.2 mM Mg(CH3COO)2, 10 mM CH3COOK, 50 nM
[3H]ATP (about 3.3×105 cpm), carrier ATP, PEP, pyruvate kinase, and ɛ
subunit in the absence or presence of 1 mMMgPPi or 40 mM KHSeO3.
Pyruvate kinase and ɛ subunit were present at 1 mg/ml and 0.43 μM,
respectively, in the presence of 1 μM ndEcF1, or at 2 mg/ml and
0.74 μM, respectively, in the presence of 2 μM ndEcF1. In the presence
of 1 μM ndEcF1, the concentration of PEP was 10 mM. When 2 μM
ndEcF1 was used, the concentration of PEP was 20 mM in the absence
and presence of MgPPi, and 25 mM in the presence of KHSeO3.
Reaction was started by addition of ndEcF1, and after incubation for
15 min in the presence of MgPPi, or for 20 min in its absence, a 215-μl
aliquot was transferred to the sample reservoir of the YM-50
centrifugal-ﬁlter device. When KHSeO3 was present, the samples
containing 1 and 2 μM ndEcF1 were incubated 15 and 10 min,
respectively. The device was centrifuged twice as described in [40],
except that the period of centrifugation at full speed lasted 13 and 18 s
for samples containing 1 and 2 μM ndEcF1, respectively. Incubation
periods quoted above include both centrifugation steps. The radio-
activity of 5-μl aliquot of the ﬁltrate obtained during second
centrifugationwas measured as described [40], and the stoichiometry
of total [3H]ANP bound to EcF1, Nt, and the concentration of free
ATP, cATP(f), were calculated according to the equations Nt=cATP(t)×
(1−a/at) / [cp×(1−b)] and cATP(f)= cATP(t)×(a/at−b)/(1−b),
respectively, where at is the radioactivity corresponding to 5 μl of
reaction medium before centrifugation, a is the average radioactivity
in 5 μl of the second ﬁltrate, b is the fraction of impurities in [3H]ATP
determined as described [40] to be equal to 0.1354 (±0.0029), cATP(t)
is the concentration of ATP including that added with [3H]ATP, and cp
is the concentration of ndEcF1.
[3H]ANP binding to the noncatalytic sites of ndEcF1 (Nnc) was
measured using a column-centrifugation method [47]. All the
incubations performed to measure Nt were repeated, and at the end
of the incubation period a large excess of unlabeled MgATP (4–5 mM)
was added to promote dissociation of labeled nucleotide from
catalytic sites. After 1 min, 100-μl aliquots were applied to 2-ml
Sephadex G-50-80 centrifuge columns equilibrated with buffer
containing 1.1 mg/ml bovine-serum albumin [2] to remove unbound
ligand. Efﬂuents were collected directly in scintillation vials contain-
ing 20 μl of 5% SDS and were counted after addition of 4 ml of Bio-Safe
II scintillation mixture. The stoichiometry of [3H]ANP bound to the
catalytic sites (Nc) was calculated as the difference, Nt−Nnc.
2.4. Other assays
Kinetics of ATP hydrolysis by ndEcF1 was assayed spectrophoto-
metrically [48] at 340 nm. The assay medium at 22 °C contained
20 mM Mops/Tris, pH 8.0, 0.2 mM EDTA, 2.2 mM Mg(CH3COO)2,
10 mM CH3COOK, 1 mM PEP, 0.3 mM NADH, 0.28 μM ɛ subunit,
0.15 mg/ml pyruvate kinase, 0.15 mg/ml lactate dehydrogenase, and
MgATP as indicated in the ﬁgure legends in the absence and presence
of KHSeO3 or 1 mM MgPPi. ATP-dependence of the steady-state
activity of ndEcF1 was assayed using [γ-32P]ATP at 22 °C. 21.9 nM
ndEcF1 was incubated for 20 min in 90 μl of a medium containing
20 mMMops/Tris, pH 8.0, 0.2 mM EDTA, 11.1 mM CH3COOK, 2.44 mM
Mg(CH3COO)2, 2.78 mM PEP, 313 nM ɛ subunit, 0.22 mg/ml pyruvate
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concentration from 0.11 μM to 1.1 mM in the absence or presence of
1.11 mM MgPPi or 44.4 mM KHSeO3. Then 10 μl of carrier-free [γ-32P]
ATP solution (about 2×105 cpm) in a buffer composed of 20 mM
Mops/Tris, pH 8.0, and 0.2 mM EDTA was added for 1 min. Reaction
was stopped by adding 60 μl of 1.5 M HClO4 containing 10 mM Pi, 60 μl
of an activated charcoal suspension (50 mg/ml in 0.1 M HCl) was
added, and, after centrifugation, the radioactivity of 32Pi in 165 μl of
the supernatant was determined by Cherenkov counting. The results
were corrected for 32Pi content in the original [γ-32P]ATP (6–10%), and
the EcF1 molar activity, Am, was calculated according to equation
Am=(cATP×ln[rATP/(rATP−rP)])/(cp× t) that takes into account a
continuous decrease in the speciﬁc radioactivity of [γ-32P]ATP during
its hydrolysis in the presence of pyruvate kinase and PEP, and where
cATP and cp are the concentrations of ATP and EcF1, respectively, after
the [γ-32P]ATP addition, rATP and rP are the radioactivity of [γ-32P]
ATP added (corresponding to 165-μl aliquot) and 32Pi formed,
respectively, and t is the time of incubation with [γ-32P]ATP, 60 s.
Protein was determined by a modiﬁed Lowry procedure [49]. A
value of 380 kDa was used as the molecular mass of EcF1 [50].
3. Results
3.1. Kinetic properties of ndEcF1 during ATP hydrolysis
EcF1 is known to exhibit activation following dilution into an ATP
hydrolysis assay due to the reversible dissociation of the inhibitory ɛ
subunit [51–56]. Since the ɛ-free form of the enzyme is at least 10-fold
more active than the ɛ-replete form [57–60], this phenomenon
complicates the interpretation of the results of such assays, especially
when other time-dependent changes in the enzyme's activity are
occurring. However, the problems associated with ɛ dissociation can
be overcome by including a saturating amount of exogenous ɛ in the
assay [60]. This has the added advantage of compensating for any
partial loss of endogenous ɛ that might have occurred during enzyme
puriﬁcation and preparation [60], though in our preparations of
ndEcF1 the amount of the ɛ-deﬁcient form was less than 1% as
determined from the effects of added ɛ on activity. For these reasons,
all ATPase assays, as well as most of the binding experiments, reported
here were carried out in the presence of saturating ɛ.
Fig. 1 shows the time course of ATP hydrolysis by ndEcF1 at two
substrate concentrations, 10 μM and 1 mM, representing conditionsFig.1. Effects of selenite and PPi on ATP hydrolysis by ndEcF1 in the presence of excess ɛ subun
methods using 10 μM (traces 1–3) and 1mM (traces 4–6) ATP in the absence (traces 1 and 4)
concentration was 33 nM (traces 1 and 2), 53 nM (trace 3), 13 nM (traces 4 and 6) and
concentrationwere compensated for by adjusting the scales shown to 60 μMNADH for trace 3
ATP hydrolysis rates.below and above the Km for ATP (see Fig. 3), in the absence (traces 1
and 4) and presence of 40mM selenite (traces 2 and 5) or 1mMMgPPi
(traces 3 and 6). Selenite is a member of a group of “activating” anions
known to stimulate the ATPase activity of MF1 [61] and EcF1 [62]. With
MF1, activating anions [63,64] and PPi [65] can also affect the rate of
approach to steady-state catalysis, and their effect on the steady-state
rate of ATP hydrolysis has been shown to result from a shift in the
relative abundance of the active versus the MgADP-inhibited enzyme
forms during steady-state hydrolysis [63,65] brought about by the
increased rate of dissociation of inhibitory MgADP from catalytic site
[66]. As shown by traces 1 and 4 in Fig. 1, even in the presence of
saturating concentrations of the ɛ subunit, the rate of ATP hydrolysis
increases about 2-fold during assay, reaching a steady-state level after
10 to 15 min. A comparison of traces 1 and 4 shows that the steady-
state rate is approached more rapidly at the higher substrate
concentration. Selenite stimulates both the initial and steady-state
activities of ndEcF1 by 2- to 2.5-fold without affecting the time-
dependent increase in the rate of ATP hydrolysis during assay (Fig. 1,
traces 2 and 5). PPi, on the other hand, stimulates the initial rate of ATP
hydrolysis (Fig.1, traces 3 and 6), but decreases the steady-state rate at
low ATP concentration, and has little effect on the steady-state rate at
high ATP concentration. As a result, PPi diminishes markedly the
extent of the time-dependent activation of ndEcF1. Since PPi binding to
noncatalytic sites at the nucleotide concentrations≤100 μM ([45] and
see also Fig. 4C below) prevents ATP binding at those sites, it appears
likely that the time-dependent increase of ATPase activity in the
absence of PPi (Fig. 1) results from ATP binding to noncatalytic sites.
The concentration dependence of the selenite effect on the steady-
state activity of ndEcF1 is shown in Fig. 2. At saturating ATP (1 mM),
selenite stimulates the steady-state rate of ATP hydrolysis up to 2.5-
fold with a half-maximal stimulation at 10 mM selenite (Fig. 2,
circles). At low ATP (10 μM), the steady-state activity of ndEcF1 is
stimulated by selenite up to 2-fold with half-maximal stimulation at
2.5 mM selenite (Fig. 2, closed hexagons). The extent of stimulation of
the ATPase activity of ndEcF1 by 40 mM selenite in the presence of
excess ɛ subunit (Figs. 1 and 2) is comparable with that (1.7-fold)
reported for the ɛ-replete EcF1 in the presence of 40 mM Na2SO3 [62].
Surprisingly, at low substrate concentration, PPi prevents selenite
from stimulating the ATPase activity (Fig. 2, open hexagons), however
at high (1 mM) ATP concentration PPi does not affect stimulation of
EcF1 activity by selenite (not shown). It appears that, at low ATP
concentration, PPi binding to noncatalytic sites prevents activatingit. ATPase activity was assayed spectrophotometrically as described in theMaterials and
and presence of 40mMKHSeO3 (traces 2 and 5) or 1mMMgPPi (traces 3 and 6). ndEcF1
6.6 nM (trace 5). Note that at each ATP concentration tested, differences in ndEcF1
(10 μMATP) and 40 μMNADH for trace 5 (1mMATP) to allow direct comparison of the
Fig. 2. Concentration-dependence of selenite activation of ATP hydrolysis by ndEcF1.
Steady-state ATP hydrolysis by ndEcF1 was assayed spectrophotometrically as described
in theMaterials andmethods using 10 μM(hexagons) and 1mM (circles) ATP. The assay
medium also contained selenite in the absence (closed symbols) and presence (open
hexagons) of 1 mM MgPPi.
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binding to noncatalytic sites itself or diminished due to competition
with the nucleotide PPi binding to noncatalytic sites results in the
restoration of the selenite effect.Fig. 3. Substrate-concentration dependence of steady-state hydrolysis rates by ndEcF1
in the absence and presence of selenite or PPi. (A) ATPase activity was measured using
[γ-32P]ATP as described in the Materials and methods. Solid lines represent the best ﬁt
of data to the Michaelis–Menten equation (Vmax=14.3±0.5 s−1 and Km=46±6 μM in
the absence of additions (circles), 34.8±0.5 s−1 and 71±4 μM in the presence of
40 mM selenite (hexagons), and 16.6±0.4 s−1 and 51±4 μM in the presence of 1 mM
MgPPi (diamonds)). (B) A double-logarithmic plot of the data shown in (A).Fig. 3 shows the substrate-concentration dependence of steady-
state hydrolysis rates by ndEcF1 in the absence (circles) and presence
of 40mM selenite (hexagons) or 1mMMgPPi (diamonds) over an ATP
concentration range of 0.1 μM to 1 mM. The spectrophotometric assay
[48] is not suitable for measuring hydrolysis rates at submicromolar
ATP concentrations, in part, due to contaminating nucleotide (ADP/
ATP) introduced with the NADH [37,67,68]. For this reason, we used
[γ-32P]ATP in the presence of pyruvate kinase and PEP to obtain the
data presented in Fig. 3.
Fitting the data of Fig. 3, panel A, to the Michaelis–Menten equation
yields Vmax values of 14.3±0.5, 34.8±0.5, and 16.6±0.4 s−1 in the
absenceandpresence of selenite or PPi, respectively,with correspondingFig. 4. [3H]ANP binding to ndEcF1 during steady-state [3H]ATP hydrolysis in the absence
(A) and presence of 40 mM KHSeO3 (B) or 1 mM MgPPi (C). Total [3H]ANP binding to
ndEcF1 (circles and hexagons) and [3H]ANP binding to the noncatalytic sites (diamonds
and squares) were measured as described in the Materials and methods using 1 μM
(circles and diamonds) and 2 μM (hexagons and squares) ndEcF1.
Fig. 6. Catalytic-site occupancy for ndEcF1 during [3H]ATP hydrolysis in the absence of
exogenous ɛ. Catalytic-site occupancy during [3H]ATP hydrolysis by 1 μM ndEcF1 in the
absence of added ɛ was measured as described in the Materials and methods using a
combination of the centrifugal ﬁltration and column-centrifugation methods (circles)
to obtain the total and noncatalytic-site binding, respectively, or only the column-
centrifugation method (diamonds) to obtain both total and noncatalytic-site binding.
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concentrations tested, the data obtained both in the absence (Fig. 3B,
circles) and presence of selenite (Fig. 3B, hexagons) closely follow the
lines drawn for the best ﬁt to theMichaelis–Menten equation. However,
data obtained in thepresence of PPi (Fig. 3B, diamonds) showdeviations
from the best-ﬁt line at ATP concentrations lower than 10 μM.
3.2. Nucleotide binding to ndEcF1 during steady-state ATP hydrolysis
To evaluate catalytic-site occupancy in ndEcF1 during ATP hydro-
lysis, we incubated the enzyme for 10 to 20 min under different
conditions in the presence of excess exogenous ɛ subunit, [3H]ATP,
pyruvate kinase and phosphoenolpyruvate. In each case, the incuba-
tion period was sufﬁcient for ndEcF1 to reach steady-state activity
(Fig. 1). The stoichiometry of [3H]ANP bound to both catalytic and
noncatalytic sites on EcF1 (Nt) was measured using the centrifugal
ﬁltration method [40]. The stoichiometry of [3H]ANP bound at
noncatalytic sites (Nnc) was measured following a cold chase and
passage through a centrifuge column as described under Materials
and methods. The stoichiometry of [3H]ANP bound to the catalytic
sites (Nc) was then obtained as the difference, Nt−Nnc.
Fig. 4 shows the ATP-concentration dependence of the total (circles
and hexagons) and noncatalytic-site (diamonds and squares) [3H]ANP
bound to ndEcF1 in the presence of the excess ɛ during steady-state
[3H]ATP hydrolysis in the absence (A) and presence of 40 mM selenite
(B) or 1 mM MgPPi (C). A comparison of data presented in panels A
and B shows that neither the total nor the noncatalytic-site bound
nucleotides are affected signiﬁcantly by selenite, and that noncataly-
tic-site binding reaches saturation at about 2 mol/mol of EcF1 when
[3H]ATP concentration exceeds 10 μM. The latter result is in agreement
with the stoichiometry of [3H]ANP binding at noncatalytic sites on
ndEcF1 during hydrolysis of 100 μM [3H]ATP reported earlier [45]. PPi
signiﬁcantly decreases both the total and noncatalytic-site [3H]ANP
bound to EcF1 (Fig. 4C). This result is consistent with previous
demonstrations that PPi competes with nucleotide for binding at
noncatalytic sites on MF1 [66,69,70], wild-type EcF1 [45], and
αR365W-mutant EcF1 [71].
Fig. 5 shows the substrate-concentration dependence of catalytic-
site occupancy during steady-state [3H]ATP hydrolysis calculated as
described under Materials and methods using data presented in Fig. 4.
It is apparent that selenite does not signiﬁcantly affect catalytic-site
occupancy (compare circles with hexagons). Catalytic-site occupancy
reaches a value of 1 mol/mol of EcF1 at 1 to 2 μM ATP, and increases
further to 1.3–1.5 mol/mol of EcF1 in the presence of about 70 μMATP.Fig. 5. Catalytic-site occupancy for ndEcF1 during steady-state [3H]ATP hydrolysis in the
absence (circles) and presence of 40 mM KHSeO3 (hexagons) or 1 mM MgPPi
(diamonds). Catalytic-site binding of [3H]ANP was calculated as a difference between
the total and noncatalytic-site binding measured in Fig. 4.Surprisingly, MgPPi (Fig. 5, diamonds) signiﬁcantly decreases cataly-
tic-site occupancy at ATP concentrations below 20 μM, but has no
effect at higher ATP concentrations. The latter result is consistent with
an earlier observation [45] that 1 mM MgPPi does not affect catalytic-
site nucleotide bindingwhen EcF1 is assayed in the presence of 100 μM
nucleotide (ATP, ADP, GTP). According to data presented in Fig. 5,
1 mM MgPPi increases the ATP concentration required for half-
occupancy of the ﬁrst catalytic site from about 20 nM to about 300 nM.
This increase is most likely a result of MgPPi binding to noncatalytic
sites.
As the results presented in Fig. 5 show,1.3 to 1.5 mol of ANP/mol of
EcF1 are bound to catalytic sites at ATP concentrations equal to or
slightly above the Km values (Fig. 3) regardless of the noncatalytic
nucleotide content or the extent of Mg2+-dependent enzyme
inhibition. The observed catalytic site occupancy is close to the
value of 1.5 mol/mol of enzyme predicted by a bi-site mechanism
when free MgATP concentration equals the Km, but is signiﬁcantly
lower than the value of 2.5 mol of catalytic-site bound ANP/mol of
EcF1 predicted by a tri-site model [29].
Circles in Fig. 6 show the ATP-dependence of catalytic-site
occupancy for ndEcF1 in the absence of added ɛ at the substrate
concentrations≤10 μM. This dependence is similar to that obtained in
the presence of added ɛ (Fig. 5, circles) in the corresponding range of
ATP concentrations. In addition, Fig. 6 shows that at ATP concentra-
tions below 0.1 μM, values obtained for catalytic-site occupancy using
a combination of the centrifugal ﬁltration and column-centrifugation
methods (circles) do not differ from the values obtained using the
column-centrifugation method alone to determine total and non-
catalytic-site bound nucleotide (diamonds). At the higher ATP
concentrations, the two sets of the values diverge, with the difference
reaching about 0.2 mol/mol of EcF1 at 1 to 10 μM ATP. Since the
column-centrifugation method [47] would not detect bound ligand
having a dissociation rate constant greater than about 0.1 s−1 [72], the
results of Fig. 6 mean that the ﬁrst 1 mol of catalytic-site bound
nucleotide detected using the centrifugal ﬁltrationmethod dissociates
with the rate constant that is not higher than 0.1 s−1.
4. Discussion
The main conclusion that can be drawn from the results presented
is that a bi-site mechanism is responsible for the positive catalytic
cooperativity of ATP hydrolysis observed under conditions for multi-
site catalysis.
Fig. 8. Modeling ATP-dependence of EcF1 activity in the presence of selenite according
to bi-site and tri-site schemes of the catalytic mechanism. Hexagons represent data
obtained in the presence of selenite (Fig. 3). Solid line represents the best ﬁt of the data
to the Michaelis–Menten equation with Km and Vmax of 71 μM and 34.8 s−1,
respectively. Dotted line is drawn according to the bi-site mechanism (Fig. 7A, Eq.
(1)) with K1 and K2 equal to 0.025 μM and 71 μM, respectively, and k3 and k6 equal to
0.002 s−1 and 34.8 s−1, respectively. Dashed lines are drawn according to the tri-site
mechanism (Fig. 7B, Eq. (2)) with K1, K2, and K3 equal to 0.007 μM, 0.5 μM, and 71 μM,
respectively, for the long- and medium-dashed lines, and 0.008 μM, 1 μM, and 71 μM,
respectively, for the short-dashed line, and k3, k6, and k9 equal to 0.002 s−1, 0.052 s−1,
and 34.8 s−1, respectively, for the long- and short-dashed lines, and 0.01 s−1, 0.1 s−1,
and 34.8 s−1, respectively, for the medium-dashed line.
Fig. 7. Minimal kinetic schemes for the ATP hydrolysis by F1 involving bi-site (A) and
tri-site (B) catalysis. E, S and P represent F1, ATP and the products, ADP and Pi,
respectively. According to these schemes, the molar activity of F1 (Am) can be written as
Am = k3 S½ K2 + k6 S½ 2
 
= K1K2 + S½ K2 + S½ 2
 
; ð1Þ
for the bi-site model (A) and as
Am = k3 S½ K2K3 + k6 S½ 2K3 + k9 S½ 3
 
= K1K2K3 + S½ K2K3 + S½ 2K3 + S½ 3
 
; ð2Þ
for the tri-site model (B), where K1, K2, and K3 are equal to (k2+k3)/k1, (k5+k6)/k4,
and (k8+k9)/k7, respectively.
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catalytic-site occupancy (Fig. 5) under corresponding conditions leads
to the conclusion that a bi-site mechanism is responsible for the
strong positive catalytic cooperativity observed during ATP hydrolysis
by EcF1. Two features of the data shown in the Fig. 5 thatmight be used
to challenge this conclusion should be considered. One issue concerns
the fact that due to experimental limitations wewere unable to obtain
values for catalytic-site occupancy at saturating ATP concentrations.
One could argue that if the measurements at saturating ATP
concentrations were possible, the value for catalytic site occupancy
might approach 3 mol/mol of EcF1. However, even if true, this would
not change the fact that at ATP concentrations equal to or slightly
above the Km value, a catalytic-site occupancy of about 1.5 mol/mol
(Fig. 5) supports a bi-site mechanism and is far short of the 2.5 mol/
mol predicted by a tri-site mechanism. Hence, even if occupancy of all
three catalytic sites is achieved at saturating ATP concentrations, the
ﬁlling of the third site would yield little further rate enhancement. As
noted earlier [40], the ability of the enzyme to bind nucleotide
simultaneously at all three catalytic sites is well documented
[2,21,33,72,73]. However, as shown here it is substrate binding at
the second catalytic site that produces the kinetic acceleration
responsible for rapid multi-site catalysis.
The second issue that warrants discussion is the heterogeneity in
nucleotide binding to the ﬁrst catalytic site of EcF1 that is evident in
Fig. 5. We believe the origin of this heterogeneity is related to the
varying degree of occupancy of noncatalytic sites, and that the
observed heterogeneity in the substrate binding to the ﬁrst catalytic
site has no bearing on the relative importance of bi-site and tri-site
catalysis. At very low added ATP concentrations, the most prevalent
form of ndEcF1 will have all three noncatalytic sites unoccupied. With
increase in ATP concentration, the relative contribution of this enzyme
form decreases as the populations of enzyme having one and two
noncatalytic sites occupied increase. The following data support this
interpretation. (i) In the absence of PPi, within the range of the free
ATP concentrations where saturation of the ﬁrst catalytic site occurs
(Fig. 5), the average occupancy of the noncatalytic sites on EcF1
increases from near zero to about 2 mol/mol of enzyme (Fig. 4, A and
B). (ii) In the presence of PPi, which binds rapidly to noncatalytic sites
thus rendering the enzyme more homogeneous with regard to
noncatalytic-site occupancy (Fig. 4C), the heterogeneity in substrate
binding to the ﬁrst catalytic site is less apparent (Fig. 5). The
occupancy of noncatalytic sites is known to affect properties of theﬁrst catalytic site to ﬁll as evident from the fact that the rates of uni-
site catalysis obtained with MF1 preparations containing nucleotides
bound at noncatalytic sites [17,19] are lower than the rates obtained
with ndMF1 [22,74].
However, an argument might still be made that the observed
heterogeneity in ﬁlling the ﬁrst catalytic site does not represent
heterogeneity in the properties of the ﬁrst catalytic site under the
assay conditions, but rather reﬂects heterogeneity in the enzyme
preparation. For example, assume that 50% of the enzyme is
completely inactive and does not bind nucleotides, whereas the
remaining enzyme is responsible for ATP hydrolysis and nucleotide
binding. In this case, the heterogeneity could represent sequential
occupancy of the ﬁrst and second catalytic sites in the active fraction
of EcF1, and the results could be interpreted as supporting a tri-site
catalytic mechanism. Though the activity of our preparations makes
this possibility unlikely (in the presence of saturating amounts of ɛ
subunit under similar assay conditions, the activity of our prepara-
tions of ndEcF1 was at least twice as high as the activity of βY331W-
EcF1 [60] which had been shown to be about half as active as wild-
type EcF1 [29]), we nevertheless investigated whether such an
interpretation might be consistent with the substrate-concentration
dependence of EcF1 activity. For this purpose, we calculated
theoretical curves according to a bi-site (Fig. 7A) or tri-site (Fig. 7B)
mechanism. In calculations using the bi-site mechanism, we assumed
the K1 value (see legend to Fig. 7) to be equal to the ATP concentration
required for binding 0.5 mol ANP/mol of EcF1 (Fig. 5), and the K2 value
to be equal to the Km value obtained from the data reported in Fig. 3.
Furthermore, the enzyme turnover rates in uni-site and bi-site
catalysis (k3 and k6, respectively) were assumed to be equal to
0.002 s−1 [75] and the Vmax value obtained from the data of Fig. 3,
respectively. In calculations according to a tri-site mechanism, the K1
and K2 values were assumed to be equal to the ATP concentrations
required for binding of 0.25 and 0.75 mol ANP/mol of EcF1 (Fig. 5),
respectively, and the K3 value to be equal to the Km value. Values for
k3, k6, and k9 (Fig. 7B) were assumed to be equal to 0.002 s−1 [75],
0.15% of the Vmax value [36], and the Vmax value (Fig. 3), respectively.
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dependence of EcF1 activity in the presence of selenite. The theoretical
line calculated according to a bi-site mechanism (Fig. 8, dotted line)
shows a good ﬁt to the experimental data, whereas the line calculated
according to a tri-site mechanismwith the assumption that 50% of the
enzyme is completely inactive (Fig. 8, long-dashed line) deviates sig-
niﬁcantly from the data points. Even increasing k6 to 0.1 s−1 (Fig. 6)—
a value that would have prevented detection of bound nucleotide by
the column-centrifugation method [47,72], with (Fig. 8, medium-
dashed line) or without (not shown) simultaneous increase of the k3
value to 0.01 s−1, or increasing the fraction of the active enzyme to
60% (Fig. 8, short-dashed line) did not prevent deviation of the lines
calculated according to a tri-site mechanism from the experimental
data. These results show that the tri-site model is inconsistent with
the data obtained, even when it is assumed that the lower
stoichiometries measured compared to that predicted for a tri-site
mechanism are due to the presence of inactive enzyme.
At the present time, the main experimental support for tri-site
mechanism of catalysis by F1 is provided by studies using F1
engineered with a tryptophan substitution at each of the catalytic
sites, and by single-molecule measurements using Cy3-ATP. In the
former studies, the extent of catalytic-site occupancy during ATP
hydrolysis was evaluated indirectly by measuring ﬂuorescence
quenching of the introduced tryptophan (βY331W in EcF1 [29]). The
results were interpreted as supporting a tri-site mechanism
[29,34,76,77]. Problems that question the validity of this conclusion
have been noted earlier [78]. In addition, as we discussed recently
[79], the relationship between nucleotide-induced ﬂuorescence
quenching and the occupancy of three catalytic sites appears not to
be linear. This lack of linearity may have contributed to mistaken
interpretation of the data in favor of a tri-site mechanism.
In single-molecule studies with the α3β3γ subcomplex of TF1 and
Cy3-ATP [38,39], two types of results have been interpreted as
supporting a tri-site mechanism. One type consisted of observations
that in the presence of both ATP and Cy3-ATP [38,39] and in the
presence of both ATP-γ-S and Cy3-ATP [39], Cy3-ATP binding to the
enzymewas followed by a turn of γ subunit in the hydrolysis direction
of at least 240° before dissociation of the ﬂuorescent nucleotide
occurred. However the authors were not able to exclude the
possibility that Cy3-ADP formed on the enzyme during hydrolysis is
more tightly bound than ADP and therefore it takes an additional ATP
binding event to promote its release [38]. A second type consisted of
observations that, in the presence of only Cy3-ATP, regular 120°-step
rotation of γ subunit continued only when two molecules of Cy3-
nucleotide were bound to the enzyme [39]. However, according to the
nucleotide-binding properties of TF1 and its α3β3γ subcomplex as
reported by Yoshida, Allison and colleagues [80–82], when, in the
presence of Mg2+ and free nucleotides, two nucleotide molecules do
bind, they are most likely located at one catalytic site and one
noncatalytic site, rather than at two catalytic sites. It appears therefore
that results with Cy3-ATP driven rotation of γ subunit [38,39] do not
exclude the possibility of a bi-site mechanism when ATP is the
substrate.
We have recently obtained results showing that a bi-site mechan-
ism of activation is responsible for catalytic cooperativity of MF1, and
presented a bi-site model for MF1 catalysis during synthesis and
hydrolysis of ATP [40]. This model features the advantages of bi-site
catalysis recently reviewed by Boyer [83]. Results of the present study
show that bi-site catalysis is not restricted to the mitochondrial F1, but
is also exhibited by the EcF1 during ATP hydrolysis. It is therefore likely
that a bi-site mechanism is a universal feature of F1 catalysis.
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